mice. Data represent 3 mice of each group; 5 independent fields per mouse lung section were randomly selected for macrophage counting and average macrophages per field were calculated.
Error bars in b denote mean ± SEM. ***P < 0.0001.Unpaired t-test. Genes with a cut-off of ≥2 fold induction in mRNA over respective vehicle alone controls are shown; data represent pooled samples from 3 mice of each group. -/-K-ras LA1 mice exposed to CS for 60 days;
KRas-CSvsPBS-modified
Kras LA1 (n=4) was analyzed in multiplex assay. Error bars denote mean ± SEM, *P < 0.016, **P < 0.0035, ***P < 0.0002. Unpaired t-test. RNA and expressed as fold change over BLT1 +/+ (vehicle) group. Error bars denote mean ± SEM; $ denotes ** and # denotes ***. *P < 0.05, **P <0.009, ***P < 0.0001. Unpaired t-test. 
